Table S3 The in silico genome coverages (1gC; %) of 22 species with sequenced genomes (8 plant, 13 animals and 1
fungus) by DNA fragments of different ends and lengths (100-600bp) obtained from in silico digestions by 70 restriction
enzyme pairs, including the GBS reference pair Pstl+Mspl
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genomessize (Mbp) 120 379 297 426 950 382 659 2060 83 158 220 401 377 1340 1040 1021 2328 2419 2726 3152 2998 12
CviAll+Hinfl 35.1 32,5 27.9 31.4 32,5 31.1 30.8 33.8 31.9 30.1 24.6 350 31.0 31.0 30.8 345 359 355 342 30.0 352 36.5 323 2.9 319
CviAll+Ddel 34.4 30.8 26.6 30.6 30.9 30.3 31.8 329 27.0 29.7 16.1 35.1 329 33.3 319 359 353 349 33.1 29.3 345 359 315 4.4 310
Bfal+Hinfl 32.5 32.5 26.0 30.9 31.4 32.0 31.8 34.6 27.9 245 17.5 249 30.2 279 29.3 31.8 36.3 352 34.6 30.7 353 34.8 30.6 4.5 315
Bfal+Ddel 32.5 31.4 25.0 30.4 30.4 31.2 32.3 34.2 23.8 240 11.8 25.1 30.8 29.1 28.7 309 33.6 329 324 29.0 33.6 344 294 5.1 309
CviAll+Tfil 33.4 279 243 27.2 27.7 25.8 26.2 27.6 29.3 25.8 245 26.6 23.2 23.7 247 26.6 284 29.7 259 24.0 30.8 33.9 27.2 29 275
Bfal+Tfil 31.8 29.1 23.6 27.9 28.2 27.0 27.3 29.1 259 214 17.8 20.5 240 224 244 258 30.0 31.8 28.0 256 309 32.7 26.6 3.9 28.0
MIuCl+Hinfl 25.3 18.0 14.1 19.8 19.2 249 28.1 29.1 13.5 20.7 14.1 33.0 284 242 251 26.6 29.6 294 30.1 23.5 245 242 239 55 223
MluCl+Ddel 24.4 17.3 13.6 19.4 18.6 24.0 27.5 29.0 10.2 19.6 7.4 33.3 30.1 26.0 26.5 28.4 286 29.4 29.2 235 241 223 233 6.7 21.7
CviAll+ApeKI 19.3 17.2 12,9 13.4 14.2 253 22.6 23.8 185 27.7 11.0 33.7 25.6 26.6 28.1 31.8 249 239 259 21.0 209 254 224 6.0 18.6
Hinfl+Msel 28.1 22.0 18.7 24.7 24.3 28.0 28.8 30.6 27.0 7.9 43 104 98 216 84 283 288 287 11.2 26.1 7.0 31.6 20.7 9.2 256
Hinfl+HpyCH4IV 29.4 22.7 21.6 18.0 23.1 27.9 27.2 279 30.5 143 11.6 16.1 148 24.8 11.7 16.0 19.4 227 9.3 15.8 5.6 35.4 203 7.7 24.7
Ddel+Msel 27.1 20.8 17.9 24.1 23.2 26.9 29.3 30.3 215 83 3.7 102 93 226 6.0 295 29.0 291 7.5 251 55 30.0 199 9.5 25.0
MIuCI+Tfil 23.7 15.0 11.8 16.6 159 19.9 23.3 246 11.8 16.9 13.1 24.8 21.0 184 19.6 19.8 22.7 253 22.6 185 20.4 20.6 19.4 4.1 189
Ddel+HpyCH4IV 29.2 22.2 20.8 17.5 22.6 27.2 27.2 27.5 263 149 9.3 159 13.8 26.0 8.6 146 180 20.7 6.5 142 4.7 352 19.2 8.1 243
ApeKI+Bfal 19.5 18.3 13.1 149 15.1 26.3 23.3 24.3 16.8 12.6 5.9 13.8 147 25.2 135 29.8 26.6 239 141 22.8 10.5 243 186 6.3 19.4
Tfil+HpyCH4IV 29.0 20.7 19.7 16.8 21.5 24.2 24.2 23.7 28.3 13.9 123 15.2 13.2 20.2 109 133 16.8 20.7 9.1 138 6.1 33.3 185 6.9 225
Nlalll+MIuCl 25.7 19.4 16.0 20.2 19.6 25.4 27.0 29.0 13.4 5.2 2.4 108 7.7 271 6.3 287 29.3 30.2 8.0 243 5.4 243 184 9.4 2238
Tfil+Msel 26.5 19.0 16.3 21.5 209 23.6 243 26.3 245 78 50 9.7 85 160 7.7 214 222 239 10.1 210 7.1 283 178 7.5 223
CviAll+Avall 15.6 14.0 12.3 145 14.6 18.7 20.8 24.7 12.4 159 7.0 229 19.6 13.4 145 17.7 204 209 223 149 20.0 18.1 17.1 4.2 16.9
ApeKl+Msel 17.2 141 9.9 13.2 12.8 25.1 229 23.2 158 7.2 3.8 10.0 9.5 195 7.0 26.7 21.8 204 10.8 19.2 6.2 21.3 153 6.8 17.3
Avall+Bfal 16.1 15.3 12.3 15.8 15.5 20.6 21.8 26.2 11.3 9.0 39 11.6 123 13.0 9.0 173 225 214 134 16.2 10.0 18.1 151 5.3 17.9
HinP1I+Hinfl 11.2 10.0 7.7 8.0 10.6 22.3 22.3 25.6 19.2 26.6 20.0 26.9 16.5 17.8 7.8 7.2 104 128 83 86 4.1 238 149 7.3 147
Hhal+Hinfl 11.2 100 7.7 8.0 10.6 22.3 22.3 25.6 19.2 26.6 20.0 269 16.5 17.8 7.8 7.2 104 128 8.3 8.6 4.1 23.8 149 7.3 147
ApeKI+HpyCH4IV 17.4 13.7 11.0 9.2 11.4 23.0 20.5 21.6 18.0 13.4 6.5 15.9 13.6 22.3 10.3 14.4 155 175 8.9 123 4.6 257 148 5.5 16.0
Hinfl+Mspl 19.0 13.3 11.3 11.2 11.8 24.0 23.3 26.6 22.7 12.5 83 146 113 15.8 4.6 85 14.6 140 6.8 11.4 3.0 23.8 142 6.6 17.6
Hhal+Ddel 114 9.7 7.6 7.7 10.6 21.7 22.1 239 16.4 26.2 12.6 26.6 16.5 18.2 6.8 6.4 10.2 105 6.3 6.9 3.3 22.8 13.8 7.3 143
HinP1l+Ddel 11.4 9.7 7.6 7.7 10.6 21.7 22.1 239 16.4 26.2 12.6 26.6 16.5 18.2 6.8 6.4 102 105 6.3 6.9 3.3 228 13.8 7.3 143
Ddel+Mspl 19.7 13.3 11.3 11.0 12.0 23.7 23.6 27.5 20.5 13.2 7.4 14.6 10.6 15.9 3.2 7.8 139 125 4.4 9.5 2.1 242 13.7 7.0 17.8
ApeKI+MluCl 155 109 7.1 9.9 10.1 22.0 208 21.8 7.7 48 2.1 12.4 100 216 6.6 252 219 20.2 103 17.8 4.8 155 13.6 6.9 14.8
HinP1I+Tfil 116 93 7.4 7.7 10.3 19.8 20.1 22.1 18.0 23.3 20.4 223 13.6 14.7 6.5 5.9 9.4 119 7.0 7.6 3.8 223 134 6.5 135
Hhal+Tfil 116 93 7.4 7.7 103 19.7 20.1 22.1 18.0 23.3 20.4 223 13.6 147 6.5 5.9 9.4 119 7.0 7.6 3.8 223 13.4 6.5 135
Tfil+Mspl 19.5 12.4 10.4 10.8 10.9 21.0 20.8 22.9 21.4 123 9.6 14.2 10.3 13.2 4.3 7.0 13.1 129 6.8 10.2 3.4 229 132 59 16.1
Avall+Msel 129 9.8 7.9 12.6 12.0 18.1 204 236 105 6.1 29 93 84 9.8 59 16.2 182 181 10.1 13.8 5.6 155 12.2 5.3 14.6
Avall+HpyCH4IV 144 113 10.4 10.2 12.0 17.7 18.7 219 121 94 43 132 115 12.0 7.3 9.6 139 1538 8.3 9.3 45 183 12.1 45 146
Avall+ApeKI 104 97 70 91 89 17.7 174 202 78 82 29 128 114 128 7.8 17.1 186 17.3 12.8 13.3 85 144 12.1 4.5 125
Mspl+Msel 16.6 88 7.9 95 9.5 21.622.0 243 195 7.6 4.7 98 7.8 125 3.3 7.8 123 122 6.1 11.1 2.3 20.0 11.7 6.3 15.0
HinP1l+ApeKI 76 63 43 47 59 17.1 163 17.7 11.5 23.6 88 24.8 13.8 154 6.1 5.5 88 105 7.0 7.1 26 173 11.0 6.3 10.0
Avall+MluCl 115 7.8 59 99 9.7 16.4 19.0 224 50 44 1.7 113 88 11.2 5.7 15.1 18.8 185 9.7 12.8 5.0 10.8 11.0 5.5 12.8
ApeKI+Mspl 124 86 6.3 6.8 6.5 188 17.0 19.5 14.1 11.2 52 14.1 102 141 3.4 71 120 116 6.6 9.7 25 18.0 10.7 4.9 12.0
ApeKl+Hhal 7.7 6.4 44 47 59 171 163 17.5 115 12.1 5.3 135 8.7 156 3.5 5.7 9.0 106 4.5 7.2 1.7 17.3 9.4 5.0 10.0
HinP1l+Avall 6.4 53 42 51 6.8 143 16.2 199 8.0 142 6.1 1838 11.7 8.7 4.7 4.7 87 94 65 58 28 131 9.2 49 938
Avall+Mspl 9.9 6.7 57 6.7 69 147 166 19.1 93 7.7 3.3 115 8.4 7.6 3.1 55 11.1 10.6 6.3 7.6 2.6 13.1 88 4.3 10.8
Nsil+Bfal 10.3 12.7 10.9 12.3 13.0 12.012.1 9.7 6.1 50 34 53 6.4 116 6.4 9.7 89 83 57 78 51 84 87 29 116
Avall+Hhal 64 53 42 51 6.8 143 16.2 199 8.0 8.4 3.7 115 7.6 8.7 3.2 4.7 8.7 9.4 43 5.8 1.8 13.1 81 45 938
HindllI+Bfal 13.6 109 8.3 11.6 10.6 8.0 10.1 9.5 9.1 41 2.7 4.1 39 7.8 6.3 10.2 8.4 8.4 5.4 7.5 49 103 8.0 29 103
Nsil+HpyCH41V 95 9.2 92 73 99 108107 85 66 53 38 61 6.0 101 49 4.8 51 56 34 43 20 88 69 26 94
EcoRI+Bfal 85 82 65 79 7.7 63 6.8 7.0 106 4.2 4.6 29 35 4.7 4.6 7.9 7.8 8.2 5.3 6.8 63 99 66 20 7.4
Hindlll+HpyCH4lV 123 80 6.8 6.9 80 7.1 94 7.4 102 48 32 48 3.7 7.1 49 5.2 51 59 33 41 19 107 64 27 82
Nsil+Msel 70 7.1 6.1 82 83 90 99 84 49 26 1.1 33 33 6.4 3.1 6.4 5.5 53 3.4 5.0 20 63 56 24 80
Nsil+Mspl 65 55 52 47 56 97101 85 51 51 28 6.0 4.7 6.8 1.8 2.3 39 33 25 30 10 63 50 24 7.0
Afll1+Bfal 71 6.1 55 76 7.2 45 58 6.4 23 33 1.3 25 28 4.6 4.0 6.2 6.9 6.7 4.0 5.7 40 49 50 18 6.3
Nsil+MIuCl 60 57 45 62 63 74 87 75 23 16 06 42 36 80 29 6.0 57 54 34 48 15 45 48 22 65
HindllI+Mspl 89 48 39 49 44 6.1 84 79 80 44 26 46 29 4.7 1.8 2.7 4.0 35 2.4 3.0 1.1 76 47 23 6.2
EcoRI+Msel 6.4 50 42 56 53 53 57 56 90 22 22 20 18 29 22 6.1 53 58 32 48 33 79 46 20 54
Sphi+Bfal 33 56 33 46 55 78 7.0 52 25 32 1.2 33 36 5.6 3.9 5.1 4.4 4.2 3.8 4.9 19 34 42 16 53
Sacl+Msel 45 26 15 35 25 71 75 99 53 21 08 35 23 3.7 28 7.3 52 52 44 44 19 29 41 23 49
Pstl+Mspl 35 23 16 18 15 56 6.0 55 3.1 45 0.6 89 438 6.2 3.3 53 5.4 4.6 3.0 5.0 0.8 44 40 20 35
EcoRI+Mspl 57 38 32 32 30 51 62 52 91 43 47 33 26 28 13 2.2 36 34 21 28 13 73 39 19 44
AfllI+HpyCH4IV 66 44 45 46 52 39 53 55 2.7 38 1.6 29 27 43 3.2 3.1 4.0 4.6 2.6 3.2 1.8 51 39 13 5.0
EcoRI+MIuCl 56 37 29 41 41 41 52 51 37 16 1.2 25 2.0 3.2 2.2 5.7 5.3 6.0 2.9 4.5 26 57 38 15 43
Sphl+HpyCH4IV 30 42 27 30 42 71 63 50 2.7 34 1.2 3.7 33 5.1 3.2 2.7 2.7 3.0 2.5 2.8 0.8 41 35 15 44
Sphi+Msel 24 37 21 37 39 66 66 51 22 22 07 26 22 40 24 4.0 33 32 26 42 11 31 33 15 4.2
Sphi+MluCl 21 28 15 28 31 57 59 48 1.1 15 0.4 3.1 24 4.5 2.3 3.7 3.4 3.4 2.8 3.6 09 22 29 14 36
AfllI+MIuCl 44 27 23 39 33 27 43 49 09 12 0.3 21 16 3.2 1.8 3.8 4.5 4.6 2.4 3.5 14 25 28 13 36
Afll1+Mspl 47 26 26 27 25 34 53 63 21 36 13 29 21 28 11 1.5 30 27 18 23 09 36 28 13 338
Sphl+Mspl 21 26 16 20 26 59 54 49 2.2 3.0 1.0 3.5 26 3.4 13 1.4 2.2 2.0 1.9 2.2 05 29 26 14 34
Kpnl+Msel 1.8 12 14 19 24 29 35 59 17 07 03 11 13 09 0.9 2.4 22 23 16 22 08 41 20 13 26
Aflll+Msel 27 17 16 27 23 17 24 25 09 09 0.2 0.9 0.8 1.4 1.0 2.2 2.3 2.4 13 2.1 09 19 17 07 22
Sphi+EcoRI 1.0 17 10 14 15 17 15 15 11 11 07 0.8 0.8 1.0 1.2 1.4 11 11 12 1.2 09 1.2 12 03 14
Sbfl+EcoRI 0.1 01 00 00 00 0.1 0.1 0.1 0.0 0.1 0.0 0.2 0.1 0.1 0.2 0.4 0.3 0.2 0.1 0.2 0.1 01 01 01 0.1




